had intensity quantification but not ratios. A total of 317 proteins were newly synthesized, not 125 as used in the reanalysis of Kaldalu and coworkers.
We are enclosing the t test analysis (see Data Set S1 in the supplemental material). The missing heavy/light (H/L) ratios of proteins that were quantified only in the light isotopes were replaced with 0.001, so they could be taken into account in the analysis. In addition, we used a paired t test, as the repeats were biological ones that were analyzed at different times. As can be seen, the proteins that had significant changes in the paper had significant changes in this analysis as well (t test difference Ͼ 0.5, P value Ͼ 0.05 are marked in red and other proteins with P value of Ͼ0.1 are marked in blue).
These two reference papers (6, 7) were not cited by Nigam et al. (1), because according to our expertise in the field, these authors used wrong methods. In fact, our criticized paper (1) provides proof for the existence of the STM system from the angle of proteomic studies.
SUPPLEMENTAL MATERIAL
Supplemental material for this article may be found at https://doi.org/10.1128/mBio .01068-19.
DATA SET S1, XLSX file, 0.04 MB.
